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MSA length = 1258 1

-------- GGTTT - il G-CCTGTAACACAAACCGTACAA—TCCTICAA— - ------ACTTGTAACTTGTAGACTTGTTACAATTGTATGTTTGTGTTACAGGCCCC

AA—— AGTTT —ATCAATIA AAATCBGGGGCCTGTAACACAAACCGTACAAGTCTTACAA- - - - - - - - - - ACTTGTAACTTGTAGAATTGTTACAATTGTATGTTTGTGTTACAGGCCCC

AGEABAAAATAABAGTHIC AATCABTAAAAACTCCRIGGGGCCTGTAACACAAACTGTACAAATCTTACAA- - - - - - - - - - ACTTGTAACTTGTAGAATTGTTACAATTGTATGTTTGTGTTACAGGCCCC

AGHABAAA - TAAG AATCAATAB- - - TTTCGGGGCCTGTAACACAAACTGTABAAGTCTTACAA- - - -« -« - - - ACTTGTAACTTGTAGAATTGTTACAATTGTATGTTTGTGTTACAGGCCTC
------------------------------------------------------------- ACTTGTAACTTGTAGAATTGTTACAATTGTATGTTACTGTTATAGGC]C

AIACTCCIGGGGCCTGTAACACAAACiITACAAATCTTACAA ---------- ACTTGTAACTTGTAGAATTGTTACAATTGTATGTTACTGTTATAGGGCTC
------------------------------------------------------------- CCTGTAACACAAACHI T ACAA - - - - - o o o o o o e e e e e e e e e e e e
AAA AATIAGIIAIIAA - - - - - - o e e e e e e e e e e e e s ACTTGTAACTTGTAGAATTGTTACAATTGTATGTTGTGTTACAGGCCCC
AATIAGHIG AAAATAA AGTTCITTABABAATCAATAAAAGTTACIGGGGCCTGTAACACAAACCGTACAAGTCTTACAA - - - - = = - - - - ACTTGTAACTTGTAGAATTGTTACAATTGTATGTTTGTGTTCAGGCCCC

GAABAA GEEAACHAGHGEEAAA - - - AGTITL ‘ IGATCAATAA— - -BACClIGGGGCCTGTAACACAAACCGTACAAGTCTTACAA- - - - - - - - - - ACTTGTAACTTGTAGAATTGTJACAATTGTATGTTACTGTTATAGGGCCC

------------------------------------------------------------- CTCCHGGGGCCTGTAACACAAACCGTACAAGT TCTACAA - - = = = & & o e o e ot m et e o et f o e e f ot e m o i e e e e i e i moemameacomaa o
------------------------------------------------------------- CTCCRGGGGCCTGTAACACAAACCGTACAAGT TCTACAA - - = = = & o o o s m et m e e et et e ottt e et e et e e e i e e e o e e ai e oaeaaca e aa oo oA

IAIT.GAGIAG-A-CIAGIA.AATTIAIGITT.TTAIT.—ITIAAIAATAACACC GGGCCTGTAACACAAACTGTACAAGTCCTACAA - === === = - - ACTTGTAACTTGTAIACTTGTTACAATTGTATGTTTGTGTTACAGGCCCCIGIT.TIA TATTG
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b.bed uf.bed g 3.bed fm 1.bed O O bcin.fa_aln.fa_cl.fa_gs.fa ce. After TEtrimmer 1258 b P

size: 1258bp; fragments: 294; full length: 4 (>=1132.2bp)
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.fasta.b.bed uf.bed g 3.bed fm 1.bed 0 O bcin.fa_aln.fa cl.fa gs

divergence to consensus (%)
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size: 1561bp; fragments: 290; full length: 0 (>=1404.9bp)
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TE: mnd_5. family_6478 Before TEtrimmer 959 bp

size: 959bp; fragments: 40; full length: 5 (>=863.1bp)
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After TEtrimmer ORF and PFAM domain plot
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Before TEtrimmer ORF and PFAM domain plot
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[E consensus before TEtrimmer (bp)
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